Structure description
Quinoline derivatives are known to exhibit pharmacological activities such as anti-viral (Font et al., 1997) and anti-inflammatory (Sloboda et al., 1991) . As part of our studies in this area, we now describe the synthesis and structure of the title adduct ( Fig. 1) , which contains one quinoline and one 4-aminobenzoic acid molecule in the asymmetric unit. The quinoline ring system (N1/C8-C16) is almost planar with a maximum deviation of 0.0133 (13) Å for atom N1. In the 4-aminobenzoic acid molecule, the carboxyl group is twisted at an angle of 5.42 (8) Å to the attached benzene ring. The geometric parameters are comparable with similar structures (Divya Bharathi et al., 2015; Li & Chai, 2007; Song et al., 2011) .
In the crystal, the 4-aminobenzoic acid molecules are linked by N-HÁ Á ÁO hydrogen bonds (Table 1) , forming zigzag sheets propagating in the (001) plane (Fig. 2) . The quinoline molecule accepts an O-HÁ Á ÁN hydrogen bond (Table 1 ) from the 4-aminobenzoic acid molecule, and lies pendant to the (001) sheets (Fig. 2) . The crystal structure is also influenced by weak -interactions [Cg3Á Á ÁCg2 i = 3.888 (1) Å ; Cg3Á Á ÁCg3 i = 3.758 (1) Å ; symmetry code: (i) 1 À x, Ày, 1 À z; Cg2 and Cg3 are the centroids of the (N2/C8-C11/C16) and (C11-C16) rings, respectively].
data reports Synthesis and crystallization
Quinoline (1.29 g)and 4-aminobenzoic acid (1.37 g) in an equimolar ratio (1:1) were mixed in acetone and the mixture was stirred for 4 h. The solution was filtered and kept at room temperature. Colourless blocks were obtained by slow evaporation.
Refinement
Crystal data, data collection and structure refinement details are summarized in Table 2 . Table 1 Hydrogen-bond geometry (Å ,  ) . 
Figure 2
The crystal packing of the title compound viewed along the b axis. The hydrogen bonds are shown as dashed lines (see Table 1 ), and C-bound H atoms have been omitted for clarity. 
Figure 1
The molecular structure, with 30% probability displacement ellipsoids for non-H atoms.
data reports data-1
IUCrData ( Special details Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. 
